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Note 1. All Protein Observations in MassIVE-KB 

The latest versions of the MassIVE-KB are available at 

http://massive.ucsd.edu/ProteoSAFe/static/massive-kb-libraries.jsp. 

All provenance information is accessible for each MassIVE-KB in this link: 

 

To view all proteins in MassIVE-KB, click on this link: 

 

All proteins in SwissProt are listed in this view along with statistics of observation in MassIVE-KB. 

Specifically, to view all PE2+ proteins by neXtProt, filter the “neXtProt PE” minimum to 2. To determine 

the observed proteins in MassIVE-KB according to HUPO criteria, filter the “HUPO Non-Overlapping 

Peptides” to minimum 2.  

To observe all HUPO compliant peptides that confirm the existence of each protein, click on “View HUPO 

Peptides”.  

 

This highlights all the peptides that are of sufficient length, do not differ by single amino acid variant to 

another peptide in the database, or are ambiguously identified for the given protein. To trace back the 

provenance information to all candidate replicate spectra in MassIVE-KB click on “All Candidate 

Spectra”.  

  

Note 2. All Precursor Observations in MassIVE-KB 

The latest versions of the MassIVE-KB are available at 

http://massive.ucsd.edu/ProteoSAFe/static/massive-kb-libraries.jsp. 

All provenance information is accessible for each MassIVE-KB in this link: 

http://massive.ucsd.edu/ProteoSAFe/static/massive-kb-libraries.jsp
https://massive.ucsd.edu/ProteoSAFe/result.jsp?view=view_all_peptide_mappings&task=dabae93e97514246879f2384dceda0a5#%7B%22proteins_mapped_input%22%3A%22sp%7CQ86YS7%7CC2CD5_HUMAN%22%2C%22number_proteins_mismatch_upperinput%22%3A%221%22%7D
https://massive.ucsd.edu/ProteoSAFe/result.jsp?view=view_all_peptide_mappings&task=dabae93e97514246879f2384dceda0a5#%7B%22proteins_mapped_input%22%3A%22sp%7CQ86YS7%7CC2CD5_HUMAN%22%2C%22number_proteins_mismatch_upperinput%22%3A%221%22%7D
http://massive.ucsd.edu/ProteoSAFe/static/massive-kb-libraries.jsp


 

To view all precursors in MassIVE-KB, click on this link: 

 

This will list all precursors that were identified and included in MassIVE-KB. To query for a specific 

peptide, enter the peptide of interest in the “peptide” column. For example: NTSMEPAAETGKPPTVK 

charge 3. 

For each entry, we can visualize the spectrum.  

 

We can find all the spectra in MassIVE where this peptide was identified during MassIVE-KB construction 

by clicking the “Candidate Spectra” link.  

 

This gives us the full list of spectra from the data that were in consideration for the representative 

spectra in MassIVE-KB. 



 

We can see the files where this precursor was found in. Specifically, this precursor was found in both the 

ProteomeTools Data (Blue Box) as well as in the Bioplex AP-MS data. Precursor was found in the 

pulldown of the C4orf17 gene, which corresponds to appropriate protein Q53FE4. We can further 

validate the fragmentation of the spectrum from the AP-MS data: 

 

Against the fragmentation of one of the synthetic spectra: 



 

For each identified peptide spectrum match, we can trace back to the original database search that 

identified each spectrum by clicking on the “View Original Search”. This will take users back to the status 

page of the search performed by CCMS. 

Note 3. Library Creation Provenance Record 

The latest versions of the MassIVE-KB are available at 

http://massive.ucsd.edu/ProteoSAFe/static/massive-kb-libraries.jsp. 

All provenance information is accessible for each MassIVE-KB in this link: 

 

The construction of MassIVE-KB occurred in several steps.  

1. MS/MS data was searched by database tools 

2. Identified MS/MS spectra were extracted 

3. Extracted MS/MS were incorporated into MassIVE-KB 

To view all database searches that were performed on input MassIVE-KB data click on “View All Search 

Tasks”.  

 

http://massive.ucsd.edu/ProteoSAFe/static/massive-kb-libraries.jsp


 

Clicking one of these search jobs, takes a user to the status page of the search task. Here users can click 

on the “Clone” button to visualize all selected parameters in the original analysis. Further users can 

rerun the identical analysis, facilitating reproducibility.  

 

 

 



 

Similarly, to examine all MS/MS public data files that were searched, click on “View All Library Spectrum 

Files”.  

 

 



To view all MS/MS extractions run on data and iterative augments to MassIVE-KB click on “View All 

Library Augments”.  

 

This view shows that MassIVE-KB was augmented 10 iterations from 10 extractions of MS/MS data. To 

examine each augmentation and view a snapshot of MassIVE-KB at a given time point in the past, click 

on the respective “Library Augment”.  

 

Finally, to download full provenance record of all candidate replicate MS/MS spectra for the library, click 

on the “All Candidate library spectra” link.  

 

 

This view contains all top 100 MS/MS replicate spectra per library precursor along with their provenance 

information, e.g. original database search scores, charge, public dataset file path, scan number, 

ProteoSAFe search task, explained intensity, similarity to representative, and library creation tasks that 

brought it into MassIVE-KB. To download in bulk, click the download button on top: 

 

 


